
ATGTGGGTGACCAAACTCCTGCCAGCCCTGCTGCTGCAGCATGTCCTCCTGCATCTCCTC 
1 + + + + + + 60 

TACACCCACTGGTTTGAGGACGGTCGGGACGACGACGTCGTACAGGAGGACGTAGAGGAG 
IMWVTKLLPALLLQHVLLHLL 20 

CTGCTCCCCATCGCCATCCCCTATGCAGAGGGACAAAGGAAAAGAAGAAATACAATTCAT 

61 + + + +--- + + 120 

GACGAGGGGTAGCGGTAGGGGATACGTCTCCCTGmCCTTTTCTTCTTTATGTTAAGTA 

21LLPIAIPYAEGQRKRRNTIH 40 

GAATTCAAAAAATCA6CAAAGACTACCCTAATCAAAATAGATCCAGCACTGAAGATAAAA 

121 + + + + + + 180 

CTTAAGI I I I I lAGTCGmCTGATGGGAmGTTTTATCTAGGTCGTGACTTCTATTTT 

41EFKKSAKTTLIKIDPALKIK 60 

ACCAAAAAAGTGAATACTGCAGACCAATGTGCTAATAGATGTACTAGGAATAAAGGACTT 

181 + + + + + + 240 

TGGI I I I I iCACTTATGACGTCTGGTTACACGATTATCTACATGATCCTTATTTCCTGAA 

61TKKVNTADQCANRCTRNKGL 80 

CCATTCACTTGCAAGGCTmGTTTTTGATAAAGCAAGAAAACAATGCCTCTGGTTCCCC 

241 + + + -+-- + + 300 

GGTAAGTGAACGTTCCGAAAACAAAAACTAmCGTTCTTTTGTOCGGAGACCAAGGGG 

81PFTCKAFVFD KARKQCLWFP 100 

TTCAATAGCATGTCAAGTGGAGTGAAAAAAGAATTTGGCCATGAATTTGACCTCTATGAA 

301 + + + + ---+ + 360 

AAGTTATCGTACAGTTCACCTCACI I I I I I CTTAAACCGGTACTTAAACTGGAGATACTT 

lOlFNSMSSGVK KEFGHEFDLYE 120 

AACAAAGACTACATTAGAAACTGCATCATTGGTAAAG6ACGCAGCTACAAGGGAACAGTA 

361 + + + + + + 420 

TT6TTTCTGATGTAATCTTTGACGTAGTAACCATTTCCTGCGTCGATGTTCCCTTGTCAT 

121NKDYIRNCIIGKGRSYKGTV 140 

TCTATCACTAAGAGTGGCATCAAATGTCAGCCCTGGAGTTCCATGATACCACACGAACAC 

421 + + + + + + 480 

AGATAGTGATTCTCACCGTAGTTTACAGTCGGGACCTCAAGGTACTATGGTGTGCTTGTG 

141SITKSGIKCQPWSSMIPHEH 160 
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Jjn^^y^ AGCTATCGGGGTAAAGACCTACAGGAAAACTACTGTCGAAATCCTCGAGGGGAAGAAGGG 

481 + + + + + + 540 

TCGATAGCCCCAmCTGGATGTCCTTTTGATGACAGCTTTAGGAGCTCCCCTTCTTCCC 

161SYRGKDLQEN YCRNPRGEEG 180 

GGACCCTGGTGTTTCACAAGCAATCCAGAGGTACGCTACGAAGTCTGTGACATTCCTCAG 

541 + + + + + + 600 

CCTGGGACCACAAAGTGTTCGTTAGGTCTCCATGCGATGCTTCAGACACTGTAAGGAGTC 

181GPWCFTSNPEVRYEVCDIPQ 200 

TGTTCAGAAGTTGAATGCATGACCTGCAATGGGGAGAGTTATCGAGGTCTCATGGATCAT 

601 + + + + + + 660 

ACAAGTCTTCAACTTACGTACTGGACGTTACCCCTCTCAATAGCTCCAGAGTACCTAGTA 

201CSEVECMTCNGESYRGLMDH 220 

ACAGAATCAGGCAAGATTTGTCAGCGCTGGGATCATCAGACACCACACCGGCACAAATTC 

661 + + + + + + 720 

TGTCTTAGTCCGTTCTAAACAGTCGCGACCCTAGTAGTCTGTGGTGTG6CCGTGTTTAAG 

221TESG.KIC, QRW DHQTPHRHKF 240 

TTGCCTGAAAGATATCCCGACAAGGGCTTTGATGATAATTATTGCCGCAATCCCGATGGC 

721 + + + + + + 780 

AACGGACTTTCTATAGGGCTGTTCCCGAAACTACTATTAATAACGGCGTTAGGGCTACCG 

241 L P E R Y P D K G fT D D N Y C R N P D G 260 

CAGCCGAGGCCATGGTGCTATACTCTTGACCCTCACACCCGCTGGGAGTACTGTGCAATT 

781 + + + + + + 840 

GTCGGCTCCGGTACCACGATATGAGAACTGGGA6TGTGGGCGACCCTCATGACACGTTAA 

261QPRPWCYTLDPHTRWEYCAI 280 

AAAACATGCGCTGACAATACTATGAATGACACTGATGTTCCTTTGGAAACAACTGAATGC 

841 + + + + + + 900 

TmGTACGCGACTGTTATGATACTTACTGTGACTACAAGGAAACCTTTGTTGACTTACG 

281KTCADNTMND TDVPLETTEC 300 

ATCCAAGGTCAAGGAGAAGGCTACAGGGGCACTGTCAATACCATTTGGAATGGAATTCCA 

901 + + + + + + 960 

TAGGTTCCAGTTCCTCTTCCGATGTCCCCGTGACAGTTATGGTAAACCTTACCTTAAGGT 

301IQGQGEGYRGTVNTIWNGIP 320 

TGTCAGCGTTGGGATTCTCAGTATCCTCACGAGCATGACATGACTCCTGAAAATTTCAAG 

961 + + + + +--- + 1020 

ACAGTCGCAACCCTAAGAGTCATAGGAGTGCTCGTACTGTACTGAGGACTTTTAAAGTTC 

321CQRWDSQYPHEHDMTPENFK 340 

TGCAAGGACCTACGAGAAAATTACTGCCGAAATCCAGATGGGTCTGAATCACCCTGGTGT 

1021 + + + + + + 1080 

ACGTTCCTGGATGCTCTTTTAATGACGGCTTTAGGTCTACCCAGACTTAGTGGGACCACA 

341CKDLRENYCRNPDGSESPWC 360 

TTTACCACTGATCCAAACATCCGAGTTGGCTACTGCTCCCAAATTCCAAACTGTGATATG 

1081 + + + + + + 1140 

AAAT6GTGACTAGGTTTGTAGGCTCAACCGATGACGAGGGTTTAAGGTTTGACACTATAC 

361FTTDPNIRVGYCGQIPNCDM 380 
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^^^^iflAO^^'^ TCACATGGACMGATTGTTATCGTGGGAATGGCAAAAATTATATGGGCAACTTATCCCAA 

1141 + + + + + + 1200 

AGTGTACCTGTTCTAACAATAGCACCCTOCCGTTTTTAATATACCCGTTGAATAGGGTT 

381SHGQDCYRGNGKNYM GNLSQ 400 

ACAAGATCTGGACTAACATGTOMTGTGGGACAAGAACATGGAAGACTTACATCGTCAT 

1201 + + + + + + 1260 

TGTTCTAGACCTGATTGTACAAGTTACACCCTGTTCTTGTACCTTCTGAATGTAGCAGTA 

401TRSGLTCS MWDKNMEDLHRH 420 

ATCTTCTGGGAACCAGATGCAAGTAAGCTGAATGAGAATTACTGCC6AAATCCAGATGAT 

1261 + + + + + + 1320 

TAGAAGACCCTTGGTCTACGTTCATTCGACTTACTCTTAATGACGGCTTTAGGTCTACTA 

421IFWEPDASKLNENYCRNPD D 440 

GACGCTCATGGACCCTGGTGCTACACGGGAAATCCACTCATTCCTTG6GATTATTGCCCT 

1321 + + + + + + 1380 

CTGCGAGTACCTGGGACCACGATGTGCCCTTTAGGTGAGTAAGGAACCCTAATAACGGGA 

441DAHGPWCYTGNPLIPWDYCP 460 

ATTTCTCGTTGTGAAGGTGATACCACACCTACAATAGTCAATTTAGACCATCCCGTAATA 

1381 + + + + + + 1440 

TAAAGAGCAACACTTCCACTATGGTGTGGATGTTATCAGTTAAATCTGGTAGGGCATTAT 

461ISRCEGDTTPT IVNLDHPVI 480 

TCTTGTGCCAAAAC6AAACAATTGCGAGTTGTAAATGGGATTCCAACACGAACAAACATA 

1441 + + + + + + 1500 

AGAACACGGTmGCmGTTAACGCTCAACATTTACCCTAAGGTTGTGCTTGTTTGTAT 

481SCAKTKQLRVVNGI PTRTNI 500 

GGATGGATGGTTAGTTTGAGATACAGAAATAAACATATCTGCGGAGGATCATTGATAAAG 

1501 + + + + + + 1560 

CCTACCTACCAATCAAACTCTATGTCTTTATTTGTATAGACGCCTCCTAGTAACTATTTC 

501GWMVSLRYRNKHICGGSLIK 520 

GAGAGTTGGGTTCTOCTGCACGACAGTGTTTCCCTTCTCGAGACTTGAAAGATTATGAA 

1561 + + + + + + 1620 

CTCTCAACCCAAGAAT6ACGTGCTGTCACAAAGGGAAGAGCTCTGAACTTTCTAATACTT 

521ESWVLTARQCFPSRDLKDYE 540 

GCTTGGCTTGGAATTCATGATGTCCACGGAAGAGGAGATGAGAAATGCAAACAGGTTCTC 

1621 + + + + + + 1680 

CGAACCGAACCTTAAGTACTACAGGTGCCTTCTCCTCTACTCTTTACGTTTGTCCAAGAG 

541AWLGIHDVHGRGDEKCKQVL 560 

AATGTTTCCCAGCTGGTATATGGCCCTGAAGGATCAGATCTGGTTTTAATGAAGCTTGCC 

1681 + + + + + + 1740 

TTACAAAGGGTCGACCATATACCGGGACTTCCTAGTCTAGACCAAAATTACTTCGAACGG 

561NVSQLVYGPEGSDLVLMKLA 580 

AGGCCTGCTGTCCTGGATGATTTTGmGTACGATTGATTTACCTAATTATGGATGCACA 

1741 + + + + + + 1800 

TCCGGACGACAGGACCTACTAAAACAATCATGCTAACTAAATGGATTAATACCTACGTGT 

581RPAVLDDFVSTIDLPNYGCT 600 
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ATTCCTGAAAAGACCAGTTGCAGTGTTTATGGCTGGGGCTACACTGGATTGATCAACTAT 

+ + + + + + I860 

TAAGGACTTTTCTGGTCAACGTCACAAATACCGACCCCGATGTGACCTAACTAGTTGATA 

IPEKTSCSVYGWGYTG LINY 620 

GATGGCCTATTACGAGTGGCACATCTCTATATAATGGGAAATGAGAAATGCAGCCAGCAT 

+ + + + + + 1920 

CTACCGGATAATGCTCACCGTGTAGAGATATATTACCCTTTACTCTTTACGTCGGTCGTA 

DGLLRV AHLY IMGNEKCSQH 640 

CATCGAGGGAAGGTGACTCTGAATGAGTCTGAAATATGTGCTGGGGCTGAAAAGATTGGA 

+ + + + + + 1980 

GTAGCTCCCTTCCACTGAGACTOCTCAGACTTTATACACGACCCCGACTTTTCTAACCT 

HRGKVTLNESEICAGAEKIG 660 

TCAGGACCATGTGAGGGGGATTATGGTGGCCCACTTGTTTGTGAGCAACATAAAATGAGA 

+ + + + + + 2040 

AGTCCTGGTACACTCCCCCTAATACCACCGGGTGAACAAACACTCGTTGTATTTTACTCT 

SGPCE. GDYGGPLVCEQHKMR 680 

ATGGTTCTTGGTGTCATTGTTCCTGGTCGTGGATGTGCCATTCCAAATCGTCCTGGTATT 

+ + + + + + 2100 

TACCAAGAACCACAGTAACAAGGACCAGCACCTACACGGTAAGGTTTAGCAGGACCATAA 

MVLGVIVPGRGCAIPNRPGI 700 

mGtCCGAGTAGCATATOTGCAAAATGGATACACAAAATTATTTTAACATATAAGGTA 

+ + + + + + 2160 

AAACAGGCTCATCGTATAATACGTmACCTATGTGTTTTAATAAAATTGTATATTCCAT 

FVRVAYYAKWIHKIILTYKV 720 

CCACAGTCATAG 

+-- 2172 

GGTGTCAGTATC 

P Q S * 723 
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ATGGGGTGGCTCCCACTCCTGCTGCTTCTGACTCAATGCTTAGGGGTCCCTGGGCAGCGC 

1 -. + + + + + + 60 

TACCCCACCGAGGGTGAGGACGACGAAGACTGAGTTACGAATCCCCAGGGACCCGTCGCG 

IMGWLPLLLLLTQCLGVPGQR 20 

TCGCCATTGAATGACTTCCAAGTGCTCCGGGGCACRGAGCTACAGCACCTGCTACATGCG 

61 + + + + + + 120 

AGC6GTAACTTACTGAAGGTTCACGAGGCCCCGTGTCTCGATGTCGTGGACGATGTACGC 

21SPLN. DFQVLR GTELQ HLLHA 40 

GTGGTGCCCGGGCCTTGGCAGGAGGATGTGGCAGATGCTGAAGAGTGTGCTGGTCGCTGT 

121 + + + + + + 180 

CACCACGGGCCCGGAACCGTCCTCCTACACCGTCTACGACTTCTCACACGACCAGCGACA 

41VVPGP. WQEDVA DA EECAGRC 60 

GGGCCCTTAATGGACTGCCGGGCCTTCCACTACAACGTGA6CAGCCATGGTTGCCAACTG 

181 + + + + + + 240 

CCC6GGAATTACCTGACGGCCCGGAAGGTGATGTTGCACTCGTCGGTACCAACGGTTGAC 

61GPLMDC.RA FHYNVSSHGCQL 80 

CTGCCATGGACTCAACACTCGCCCCACACGAGGCTGCGGCGTTCTGGGCGCTGTGACCTC 

241 + + + + + + 300 

GACGGTACCTGAGTTGTGAGCGGGGTGTGCTCCGACGCCGCAAGACCCGCGACACTGGAG 

81LPWTQHSPHTRLRRSGRCDL 100 

TTCCAGAAGAAAGACTACGTACGGACCTGCATCATGAACAATGGGGTTGGGTACCGGGGC 

301 + + + + + + 360 

AAGGTCTTCTTTCTGATGCATGCCTGGACGTAGTACTTGITACCCCAACCCATGGCCCCG 

lOlFQKKDYVR TCIMNNGVGYRG 120 

ACCATGGCCACGACCGTGGGTGGCCTGCCCTGCCAGGCTTGGAGCCACAAGTTCCCGAAT 

361 + + + + + + 420 

TGGTACCGGTGCTGGCACCCACCGGACGGGACGGTCCGAACCTCGGTGTTCAAGGGCTTA 

121TMATTVGGLPCQAWSHKFPN 140 

GATCACAAGTACACGCCCACTCTCCGGAATGGCCTGGAAGAGAACTTCTGCCGTAACCCT 

421 + + + + + + 480 

CTA6TGTTCATGTGCGGGTGAGAGGCCTTACCGGACCTTCTCTTGAAGACGGCATTGGGA 

141DHKYTPTLRNGLEENFCRNP 160 
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TnAQ^^'^ GATGGCGACCCCGGAGGTCCTTGGTGCTACACAACAGACCCTGCTGTGCGCTTCCAGAGC 

481 + + + + + + 540 

CTACCGCTGGGGCCTCCAGGAACCACGATGTGTTGTCTGGGACGACACGCGAAGGTCTCG 

161DGDPGGPWCYTTDPAVRF QS 180 

TGCGGCATCAAATCCTGCCGGGAGGCCGCGTGTGTCTGGTGCAATGGCGAGGAATACCGC 

531 + + + + + + 600 

ACGCCGTAGTTTAGGACGGCCCTCCGGCGCACACAGACCACGTTACCGCTCCTTATGGCG 

181CGIKSCREAA CVWCNGEEYR 200 

GGCGCGGTAGACCGCACGGAGTCAGGGCGCGAGTGCCAGCGCTGGGATCTTCAGCACCCG 

601 + + + + + + 660 

CCGCGCCATCTGGCGTGCCTCAGTCCCGCGCTCACGGTCGCGACCCTAGAAGTCGTGGGC 

201G AVD RTES GRE.CQRWDLQHP 220 

CACCAGCACCCCTTCGAGCCGGGCAAGTTCCTCGACCAAGGTCTGGACGACAACTATTGC 

661 + + + + + + 720 

GTGGTCGTGGGGAAGCTCGGCCCGTTCAAGGAGCTGGTTCCAGACCTGCTGTTGATAACG 

221HQHPFEPGKFLDQGLDDNYC 240 

CGGAATCCTGACGGCTCCGAGCGGCCATGGT6CTACACTACGGATCCGCAGATCGAGCGA 

721 + + ----+ + + + 780 

GCCTTAGGACTGCCGAGGCTCGCCGGTACCACGATGTGATGCCTAGGCGTCTAGCTCGCT 

241RNP. DGSERPWCYTTDPQIER 260 

GAGTTCTGTGACCTCCCCCGCTGCGGGTCCGAGGCACAGCCCCGCCAAGAGGCCACAACT 

781 + + + + + + 840 

CTCAAGACACTGGAGGGGGCGACGCCCAGGCTCCGTGTCGGGGCGGTTCTCCGGTGTTGA 

261EFC DLPRCGSEAQPRQEATT 280 

GTCAGCTGCTTCCGCGGGAAGGGTGAGGGCTACCGGGGCACAGCCAATACCACCACTGCG 

841 + + + + + + 900 

CAGTCGACGAAGGCGCCCTTCCCACTCCCGATGGCCCCGTGTCGGTTATGGTGGTGACGC 

281 V S C F R G K G E G Y R G T. A N T, T T A 300 

GGCGTACCTTGCCAGCGTTGGGACGCGCAAATCCCGCATCAGCACCGATTTACGCCAGAA 

901 + + + + + + 960 

CCGCATGGAACGGTCGCAACCCTGCGCGTTTAGGGCGTAGTCGTGGCTAAATGCGGTCTT 

301GVPCQRWDAQIPHQHRFTPE 320 

AAATACGCGTGCAAAGACCTTCGGGAGAACTTCTGCCGGAACCCCGACGGCTCAGAGGCG 

961 + + + + + + 1020 

TTTATGCGCACGTTTCTGGAAGCCCTCTTGAAGAC66CCTTGGGGCTGCCGAGTCTCCGC 

321KYACKDLREN.FCRNPDGSEA 340 

CCCTGGTGCTTCACACTGCGGCCCGGCATGCGCGCGGCCTTTTGCTACCAGATCCGGCGT 

1021 + + + + + + 1080 

GGGACCACGAAGTGTGACGCCGGGCCGTACGCGCGCCGGAAAACGATGGTCTAGGCCGCA 

341PWCFTLRPGMRAAFCYQIRR 360 

TGTACAGACGACGTGCGGCCCCAGGACTGCTACCACGGCGCAGGGGAGCAGTACCGCGGC 

1081 + + + + + + 1140 

ACATGTCTGCTGCACGCCGGGGTCCTGACGATGGTGCCGCGTCCCCTCGTCATGGCGCCG 

361CTDDVRPQDCYHGAGEQYRG 380 
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ACGGTCAGCAAGACCCGCAAGGGTGTCCAGTGCCAGCGCTGGTCCGCTGAGACGCCGCAC 

1141 + + + + + + 1200 

TGCCAGTCGTTCTGGGCGTTCCCACAGGTCACGGTCGCGACCAGGCGACTCTGCGGCGTG 

381TVSKTRKGVQCQRWSAETPH 400 

AAGCCGCAGTTCACGTTTACCTCCGAACCGCATGCACAACTGGAGGAGAACTTCTGCCGG 

1201 + + + + + + 1260 

TTCGGCGTCAAGTGCAAATGGAGGCTTGGCGTACGTGTTGACCTCCTCTTGAAGACGGCC 

401KPQFTFTSEPHAQLEENFCR 420 

AACCCAGATGGGGATAGCCATGGGCCCTGGTGCTACACGATGGACCCAAGGACCCCATTC 

1261 + + + + + + 1320 

TTGGGTCTACCCCTATCGGTACCCGGGACCACGATGTGCTACCTGGGTTCCTGGGGTAAG 

421NPDGDSHGPWCYTMDPRTPF 440 

GACTACTGTGCCCTGCGACGCTGCGCTGATGACCAGCCGCCATCAATCCTGGACCCCCCA 

1321 + + + + + + 1380 

CTGATGACACGGGACGCTGCGACGCGACTACTGGTCGGCGGTAGTTAGGACCTGGGGGGT 

441DYCALRRCADDQPPSILDPP 460 

GACCAGGTGCAGTTTGAGAAGTGTGGCAAGAGGGTGGATCGGCTGGATCAGCGGCGTTCC 

1381 + + + + + + 1440 

CTGGTCCACGTCAAACTCTTCACACCGTTCTCCCACCTAGCCGACCTAGTCGCCGCAAGG 

461DQVQFEKCGKRVDRLDQRRS 480 

AAGCTGCGCGTGGTTGGGGGCCATCCGGGCAACTCACCCTGGACAGTCAGCTTGCGGAAT 

1441 + + + + + + 1500 

TTCGACGCGCACCAACCCCCGGTAGGCCCGTTGAGTGGGACCTGTCAGTCGAACGCCTTA 

481KLRVVGGHPGNSPWTVSLRN 500 

CGGCAGGGCCAGCATTTCTGCGGGGGGTCTCTAGTGAAGGAGCAGTGGATACTGACTGCC 

1501 + + + + + + 1560 

GCCGTCCCGGTCGTAAAGACGCCCCCCAGAGATCACTTCCTCGTCACCTATGACTGACGG 

501RQGQHFCGGSLVKEQWILTA 520 

CGGCAGTGCTTCTCCTCCTGCCATATGCCTCTCACGGGCTATGAGGTATGGTTGGGCACC 

1561 + + + + + + 1620 

GCCGTCACGAAGAGGAGGACGGTATACGGAGAGTGCCCGATACTCCATACCAACCCGTGG 

521RQCFSSCHMPLTGYEVWLGT 540 

CTGTTCCAGAACCCACAGCATGGAGAGCCAAGCCTACAGCGGGTCCCAGTA6CCAAGATG 

1621 + + + + + + 1680 

GACAAGGTCTTGGGTGTCGTACCTCTCGGTTCGGATGTCGCCCAGGGTCATCGGTTCTAC 

541LFQNPQHGEPSLQRVPVAKM 560 

GTGTGTGGGCCCTCAGGCTCCCAGCTTGTCCTGCTCAAGCTGGAGAGATCTGTGACCCTG 

1681 + + + + + + 1740 

CACACACCCGGGAGTCCGAGGGTCGAACAGGACGAGTTCGACCTCTCTAGACACTGGGAC 

561VCGPSGSQ LVLLKLERSVTL 580 

AACCAGCGTGTGGCCCTGATCTGCCTGCCCCCTGAATGGTATGTGGTGCCTCCAGGGACC 

1741 + + + + + + 1800 

TTGGTCGCACACCGGGACTAGACGGACGGGGGACTTACCATACACCACGGAGGTCCCTGG 

581NQRVALICLPPEWYVVPPGT 600 
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AAGTGTGAGATTGCAGGCTGGGGTGAGACCAAAGGTACGGGTAATGACACAGTCCTAAAT 

1801 + ---+ + + + + I860 

TTCACACTCTAACGTCCGACCCCACTCTGGTTTCCATGCCCATTACTGTGTCAGGATTTA 

601KCEIAGWGETKGTGNDTVLN 620 

GTGGCCTTTCTGAATGTTATCTCCAACCA6GAGTGTAACATCAAGCACCGAG6ACGTGTG 

1861 + + + + + + 1920 

CACCGGAAAGACTTACAATAGAGGTTGGTCCTCACATTGTAGTTCGTGGCTCCTGCACAC 

621VAFLNVISNQECNIKHRGRV 640 

CGGGAGAGTGAGATGTGCACTGAGGGACTGTTGGCCCCTGTGGGGGCCTGTGAGGGTGAC 

1921 + + + + + + 1980 

GCCCTCTCACTCTACACGTGACTCCCTGACAACCGGGGACACCCCCGGACACTCCCACTG 

641RESEMCTEGLLAPVGACEGD 660 

TACGGGGGCCCACTTGCCTGCTTTACCCACAACTGCTGGGTCCTGGAAGGAATTATAATC 

1981 + + + + + + 2040 

ATGCCCCCGGGT6AACGGACGAAATGGGTGTTGACGACCCAGGACCTTCCTTAATATTAG 

661YGGPLACFTHNCWVLEG III 680 

CCCAACCGAGTATGCGCAAGGTCCCGCTGGCCA6CTGTCTTCACGCGTGTCTCTGTGTTT 

2041 + + + + + + 2100 

GGGTTGGCTCATACGCGTTCCAGGGCGACCGGTCGACAGAAGTGCGCACAGAGACACAAA 

681PNRVCARSRWPAVFTRVSVF 700 

GTGGACTGGATTCACAAGGTCATGAGACTGGGTTAG 

2101 + + + 2136 

CACCTGACCTAAGTGTTCCAGTACTCTGACCCAATC 

701 V D W I H K V M R L G * 711 
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GAATTCCACCATGGGGTGGCTCCCACTCCTGCTGCTTCTGACTCAATGCTTAGGGGTCCC 

1 + + + + + + 60 

CTTAAGGTGGTACCCCACCGAGGGTGAGGACGACGAAGACTGAGTTACGAATCCCCAGGG 

1 MGWLPLLLLLTQCLGVP17 

TGGGCAGCGCTCGCCATTGAATGACTTCCAAGTGCTCCGGGGCACAGAGCTACAGCACCT 

61 + + + + + + 120 

ACCCGTCGCGAGC6GTAACTTACTGAAGGTTCACGAGGCCCCGTGTCTCGATGTCGTGGA 

18 GQRSPLNDFQVLRGTELQHL 37 

GCTACATGCGGTGGTGCCCGGGCCTTGGCAGGAGGATGTGGCAGATGCTGAAGAGTGTGC 

121 + + + + + + 180 

CGATGTACGCCACCACGGGCCCGGAACCGTCCTCCTACACCGTCTACGACTTCTCACACG 

38 LHAVVPG PWQEDVADAEECA 57 

TGGTCGCTGTGGGCCCTTAATGGACTGCCGGGCCTTCCACTACAACGTGAGCAGCCATGG 

181 + + + + + + 240 

ACCAGCGACACCCGGGAATTACCTGACGGCCCGGAAGGTGATGTTGCACTCGTCGGTACC 

58 GRCGPLMDCRAFHYNVSSHG 77 

TTGCCAACTGCTGCCATGGACTCAACACTCGCCCCACACGAGGCTGCGGCGTTCTGGGCG 

241 + + + +--- + + 300 

AACGGTTGACGACGGTACCTGAGTTGTGAGCGGGGTGTGCTCCGACGCCGCAAGACCCGC 

78 CQLLPWTQHSPHTRLRRSGR 97 

CTGTGACCTCTTCCAGAAGAAAGACTACGTACGGACCTGCATCATGAACAATGGGGTTGG 

301 + + + + + + 360 

GACACT6GAGAAGGTCTTCTTTCTGATGCATGCCTGGACGTAGTACTTGTTACCCCAACC 

98 CDLFQKKDYVRTCIMNNGVG 117 

GTACCGGGGCACCATGGCCACGACCGTGGGTGGCCTGCCCTGCCAGGCTTGGAGCCACAA 

361 + + + + + + 420 

CATGGCCCCGTGGTACCGGTGCTGGCACCCACCGGACGGGAC6GTCCGAACCTCGGTGTT 

118 YRGTMATTVGGLPCQAWSHK 137 

GTTCCCGAATGATCACAAGTACACGCCCACTCTCCGGAATGGCCTGGAAGAGAACTTCTG 

421 + + + + + + 480 

CAAGGGCTTACTAGTGTTCATGTGCGGGTGAGAGGCCTTACCGGACCTTCTCTTGAAGAC 

138 FPNDHKYTPTLRNGLEENFC 157 

CCGTAACCCTGATGGCGACCCCGGAGGTCCTTGGTGCTACACAACAGACCCTGCTGTGCG 

481 + + + + + + 540 

GGCATTGGGACTACCGCTGGGGCCTCCAGGAACCACGATGTGTTGTCTGGGACGACACGC 

159 RNPDGDPGGPWCYTTDPAVR 177 
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CTTCCAGAGCTGCGGCATCAAATCCTGCCGGGAGGCCGCGTGTGTCTGGTGCAATGGCGA 

541 + + + + + + 600 

GAAGGTCTCGACGCCGTAGTTTAGGACGGCCCTCCGGCGCACACAGACCACGTTACCGCT 

178 FQSCGIKSCREAACVWCNGE 197 

GGAATACCGCGGCGCGGTAGACCGCACGGAGTCAGGGCGCGAGTGCCAGCGCTGGGATCT 

601 + + + + + + 660 

CCTTATGGCGCCGCGCCATCTGGCGTGCCTCAGTCCCGCGCTCACGGTCGCGACCCTAGA 

198 EYRGAVDR TESGRECQRWDL 217 

TCAGCACCCGCACCAGCACCCCTTCGAGCCGGGCAAGTTCCTCGACCAAGGTCTGGACGA 

661 + + + + + + 720 

AGTCGTGGGCGTGGTCGTGGGGAAGCTCGGCCCGTTCAAGGAGCTGGTTCCAGACCTGCT 

218 QHPHQHPF,EPGKFLDQGLDD 237 

CAACTATTGCCGGAATCCTGACGGCTCCGAGCGGCCATGGTGCTACACTACGGATCCGCA 

721 + + + + + + 780 

GTTGATAACGGCCTTAGGACTGCCGAGGCTCGCCGGTACCACGATGTGATGCCTAGGCGT 

238 NYCRNPDGSERPWCYTTDPQ 257 

GATCGAGCGAGAGTTCTGTGACCTCCCCCGCTGCGGGTCCGAGGCACAGCCCCGCCTCGA 

781 + + + + + + 840 

CTAGCTCGCTCTCAAGACACTGGAGGGGGCGACGCCCAGGCTCCGTGTCGGGGCGGAGCT 

258 lEREFCDL PRCGSEAQPRLE 277 

GGGCGGTGGCGGTTCT6GTGGCGGTGGCTCCGGCGGTGGCGGTTCTCTAGAGGGACAAAG 

841 + + + + + ■■+ 900 

CCCGCCACCGCCAAGACCACCGCCACCGAGGCCGCCACCGCCAAGAGATCTCCCTGTTTC 

278 GGGGSGGGG SGGGGSLEGQR 297 

GAAAAGAAGAAATACAATTCATGAATTCAAAAAATCAGCAAAGACTACCCTAATCAAAAT 

901 + + + + + + 960 

CTTTTCTTCTTTATGTTAAGTACTTAAGI I I I I I AGTCGTTTCTGATGGGATTAGTTTTA 

298 KRRNTIHEFKKSAKTTLIKI 317 

AGATCCAGCACTGAAGATAAAAACCAAAAAAGTGAATACTGCAGACCAATGTGCTAATAG 

961 + + + + + + 1020 

TCTAGGTCGTGACTTCTATTTTTGGI I I I I I CACTTATGACGTCTGGTTACACGATTATC 

318 DPALKIKTKKVNTADQCANR 337 

ATGTACTAGGAATAAAGGACnCCATOACTTGCAAGGCTmGTTTTTGATAAAGCAAG 

1021 + + + + + + 1080 

TACATGATCCTTATTTCCTGAAGGTAAGTGAACGTTCCGAAAACAAAAACTATTTCGTTC 

338 CTRNKGLPFTCKAFVFDKAR 357 

AAAACAATGCCTCTGGTTCCCCTTCAATAGCATGTCAAGTGGAGTGAAAAAAGAATTTGG 

1081 + + + + + 1140 

TTTTGTTACGGAGACCAAGGGGAAGTTATCGTACAGTTCACCTCACI MM ICTTAAACC 

358 KQCLWFPFNSMSSGVKKEFG 377 

CCATGAATTTGACCTCTATGAAAACAAAGACTACATTAGAAACTGCATCATTGGTAAAGG 

1141 + + + + + + 1200 

GGTACTTAAACTGGAGATACTmGTTTCTGATGTAATCTTTGACGTAGTAACCATTTCC 

378 HEFDLYENHDYIRNCIIGKG 397 
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ACGCAGCTACAAGGGAACAGTATCTATCACTAAGAGTGGCATCAMTGTCAGCCCTGGAG 

1201 + + + + + + 1260 

TGCGTCGATGTTCCCTTGTCATAGATAGTGATTCTCACCGTAGTTTACAGTCGGGACCTC 

398 R S Y K G T, V S I T K S G I K C Q P W S 417 

TTCCATGATACCACACGAACACAGCTATCGGGGTAAAGACCTACAGGAAAACTACTGTCG 

1261 + + + + + + 1320 

AAGGTACTATGGTGTGCTTGTGTCGATAGCCCCATTTCTGGATGTCCTTTTGATGACAGC 

418 SMIPHEHSYRGKDLQENYCR 437 

AAATCCTCGAGGGGAAGAAGGGGGACCCTGGTGTTTCACAAGCAATCCAGAGGTACGCTA 

1321 + + + + + + 1380 

TTTAGGAGCTCCCCTTCTTCCCCCTGGGACCACAAAGTGTTCGTTAGGTCTCCATGCGAT 

438 NPRGEEGGPWCFTSNPEVRY 457 

C6AAGTCTGT6ACATTCCTCAGTGTTCAGAAGTTGAATGCATGACCTGCAATGGGGAGAG 

1381 + + + + + + 1440 

GCTTCAGACACTGTAAGGAGTCACAAGTCTTCAACTTACGTACTGGACGTTACCCCTCTC 

458 E V C D I P Q C S E V E C M T C N G E S 477 

TTATCGAGGTCTCATGGATCATACAGAATCAGGCAAGATTTGTCAGCGCTGGGATCATCA 

1441 + + + + + + 1500 

AATAGCtCCAGAGTACCTAGTATGTCTTAGTCCGTTCTAAACAGTCGCGACCCTAGTAGT 

478 Y R G L M D H T E S G K I C Q R W. D H Q 497 

GACACCACACCGGCACAAATTCTTGCCTGAAAGATATCCCGACAAGGGCTTTGATGATAA 

1501 + + + + + + 1560 

CTGTGGTGTGGCCGTGTTTAAGAACGGACTTTCTATAGGGCTGTTCCCGAAACTACTATT 

498 TPHRHKFLPERYPDKGFDDN 517 

TTATTGCCGCAATCCCGATGGCCAGCCGAGGCCATGGTGCTATACTCTTGACCCTCACAC 

1561 + + -+ + + + 1620 

AATAACGGCGTTAGGGCTACCGGTCGGCTCCGGTACCACGATATGAGAACTGGGAGTGTG 

518 YCRNPDGQPRPWCYTLDPHT 537 

CCGCTGGGAGTACTGTGCAATTAAAACATGCGCTGACAAAGCT6ACGACGACGACAAACA 

1621 + + + + + + 1680 

GGCGACCCTCAT6ACACGTTAATTTTGTACGCGACTGTTTCGACTGCTGCTGCTGTTTGT 

538 RWEYCAIKTCADKADDDDKH 557 

CCACCACCACCACCACCACTAGGGTCGAC 

1681 + + 1709 

GGTGGTGGTGGTGGTGGTGATCCCAGCTG 

558 H H H H H H * 563 
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GGATCCGCCAGCCCGTCCAGCAGCACCATGTGGGTGACCAAACTCCTGCCAGCCCTGCTG 

1 + + + + + + 60 

CCTAGGCGGTCGGGCAGGTCGTCGTGGTACACCCACTGGTTTGAGGACGGTCGGGACGAC 

1 MWVTKLLPALLll 

CTGCAGCATGTCCTCCTGCATCTCCTCCTGCTCCCCATCGCCATCCCCTATGCAGAGGGA 

61 + + + + + + 120 

GACGTCGTACAGGAGGACGTAGAGGAGGACGAGGGGTAGCGGTAGGGGATACGTCTCCCT 

12LQHVLLHLLLLPIAIPYAEG 31 

CAAAGGAAAAGAAGAAATACAATTCATGAATTCAAAAAATCAGCAAAGACTACCCTAATC 

121 + + + + + + 180 

GmCCTmCTOTTTATGTTAAGTACTTAAGTTTmAGTCGTTTCTGATGGGATTAG 

32QRKRRNTIHEFKKSAKTTLI 51 

AAAATAGATCCAGCACTGAAGATAAAAACCAAAAAAGTGAATACTGCAGACCAATGTGCT 

181 + + + + + + 240 

TmATCTAGGTCGTGACTTCTATTmGGTTTmCACTTATGACGTCTGGTTACACGA 

52KIDPALKIKTKKVNTADQCA 71 

AATAGATGTACTAGGAATAAAGGACTOCATOACTTGCAAGGCTmGTTTTTGATAAA 

241 + + + + + + 300 

mTCTACATGATCCTOTTTCCTGAAGGTAAGTGAACGTTCCGAAAACAAAAACTATTT 

72NRCTRNKGL,PFTCKAFVFDK 91 

GCAAGAAAACAATGCCTCTGGnCCCCTTCAATAGCATGTCAAGTGGAGTGAAAAAAGAA 

301 + + + + + + 360 

CGTTCTTTTGTTACGGAGACCAAGGGGAAGTTATCGTACAGTTCACCTCAC 1 1 1 1 I I CTT 

92ARKQCLWFPFNSMSSGVKKE 111 

TTTGGCCATGAATTTGACCTCTATGAAAACAAAGACTACATTAGAAACTGCATCATTGGT 

361 + + + + + + 420 

AAACCGGTACTTAAACTGGAGATACTTTTGTnCTGATGTAATCTTTGACGTAGTAACCA 

112FGHEFDLYENKDYIRNCIIG 131 

AAAGGACGCAGCTACAAGGGAACAGTATCTATCACTAAGAGTGGCATCAAATGTCAGCCC 

421 + + + + + + 480 

TTTCCTGCGTCGATGTTCCCTTGTCATAGATAGTGATTCTCACCGTAGTTTACAGTCGGG 

132 KGRSYK GTVSITKSGIKCQP 151 

, TGGAGTTCCATGATACCACACGAACACAGCTATCGGGGTAAAGACCTACAGGAAAACTAC 

481 + + + + + + 540 

ACCTCAAGGTACTATGGTGTGCTTGTGTCGATAGCCCCATTTCTGGATGTCCTTTTGATG 

152WSSMIPHEHSYRGKDLQENY 171 
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TGTCGAAATCCTCGAGGGGAAGAAGGGGGACCCTGGTGTTTCACMGCAATCCAGAGGTA 

541 + + + + + + 600 

ACAGCTTTAGGAGCTCCCCTTCTTCCCCCTGGGACCACAAAGTGTTCGTTAGGTCTCCAT 

172CRNPRGEEG GPWCFTSNPEV 191 

CGCTACGAAGTCTGTGACATTCCTCAGTGTTCAGAAGTTGAATGCATGACCTGCAATGGG 

601 +-- + + + + + 660 

GCGATGCTTCAGACACTGTAAGGAGTCACAAGTCTTCAACTTACGTACTGGACGTTACCC 

192RYEVCDIPQCSEVECMTCNG 211 

GAGAGTTATCGAGGTCTCATGGATCATACAGAATCAGGGAAGATTTGTCAGCGCTGGGAT 

661 + + + + + + 720 

CTCTCAATAGCTCCAGAGTACCTAGTATGTCTTAGTCCGTTCTAAACAGTCGCGACCCTA 

212ESYRGLMDHTESGKICQRWD 231 

CATCAGACACCACACCGGCACAAATTCTTGCCTGAAAGATATCCCGACAAGGGCTTTGAT 

721 + + + + + + 780 

GTAGTCTGTGGTGTGGCCGTGTTTAAGAACGGACTTTCTATAGGGCTGTTCCCGAAACTA 

232 HQ TPHRHKFLP ERYPDKGFD 251 

GATAATTATTGCCGCAATCCCGATGGCCAGCCGAGGCCATGGTGCTATACTCTTGACCCT 

781 + + + + + + 840 

CTATTAATAACGGCGTTAGGGCTACCGGTCGGCTCCGGTACCACGATATGAGAACTGGGA 

252 DNYC RNPDGQPRPWCYTLDP 271 

CACACCCGCTGGGAGTACTGTGCAATTAAAACATGCGCTGACAAAGCTTCGGGCGGTGGC 

841 + + + + + + 900 

GTGTGGGCGACCCTCATGACACGTTAATTTTGTACGCGACTGTTTCGAAGCCCGCCACCG 

272 HTRWEYCAIKTCADKASGGG 291 

GGTTCTGGTGGCGGTGGCTCCGGCGGTGGCGGTTCTCTAGAGGGACAAAGGAAAAGAAGA 

901 + + + + + + 960 

CCAAGACCACCGCCACCGAGGCCGCCACCGCCAAGAGATCTCCCTGTTTCCTTTTCTTCT 

292 GSGGGGSGGGGSLEGQRKRR 311 

AATACAATTCATGAATTCAAAAAATCAGCAAAGACTACCCTAATCAAAATAGATCCAGCA 

961 + + + + + + 1020 

TTATGTTAAGTACTTAAGI I I I I lAGTCGTTTCTGATGGGATTAGTTTTATCTAGGTCGT 

312NTIHEFKKSAKTTLIKIDPA 331 

CTGAAGATAAAAACCAAAAAAGTGAATACTGCA6ACCAATGTGCTAATAGATGTACTAGG 

1021 + + + + + + 1080 

GACTTCTATmTGGI I I I I ICACTTATGACGTCTGGTTACACGATTATCTACATGATCC 

332 LKIKTKKVNTADQCANRCTR 351 

AATAAAGGACTTCCATOACTTGCAAGGCTmGTTTTTGATAAAGCAAGAAAACAATGC 

1081 + + + + + + 1140 

TTAmCCTGAAGGTAAGTGAACGmCGAAAACAAAAACTAmCGmTTTTGTTACG 

352 NKGLPFTCKAFVFDKARKQC 371 

CTCTGGTTCCCCTTCAATAGCATGTCAAGTGGAGTGAAAAAAGAATTT6GCCATGAATTT 

1141 + + + ---+-- + + 1200 

GAGACCAAGGGGAAGTTATCGTACAGTOACCTCACTTTTTTCTTAAACCGGTACTTAAA 

372 LWFPFNSMSSGVKKEFGHEF 391 
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GACCTCTATGAAAACAAAGACTACATTAGAAACTGCATCATTGGTAAAGGACGCAGCTAC 

1201 + + + + + + 1260 

CTGGAGATACTmGmCTGATGTAATCTTTGACGTAGTAACCATTTCCTGCGTCGATG 

392 DLYENKDY ,IRNCIIGKGRSY 411 

AAGGGAACAGTATCTATCACTAAGAGTGGCATCAAATGTCAGCCCTGGAGTTCCATGATA 

1261 + + + + + + 1320 

TTCCCTTGTCATAGATAGTGATTCTCACCGTAGTTTACAGTCGGGACCTCAAGGTACTAT 

412KGTVSITKSGIKCQPWSSMI 431 

CCACACGAACACAGCTATCGGGGTAAAGACCTACAGGAAAACTACTGTCGAAATCCTCGA 

1321 + + + + + + 1380 

GGTGTGCTTGTGTCGATAGCCCCAmCTGGATGTCCTTTTGATGACAGCTTTAGGAGCT 

432 PHEHSYRGKD LQENYCRNPR 451 

GGGGAAGAAGGGGGACCCTGGTGTTTCACAAGCAATCCAGAGGTACGCTACGAAGTCTGT 

1381 + + + + + + 1440 

CCCCTTCTTCCCCCTGGGACCACAAAGTGTTCGTTAGGTCTCCATGCGATGCTTCAGACA 

452 GEEGGPWCFTSNPEVRYEVC 471 

GACATTCCTCAGTGTTCAGAAGTTGAATGCATGACCTGCAATGGGGAGAGTTATCGAGGT 

1441 + + + + + + 1500 

CTGTAAGGAGTCACAAGTCTTCAACTTACGTACTGGACGTTACCCCTCTCAATAGCTCCA 

472 . DIPQCSEVECMTCNGESYRG 491 

CTCATGGATCATACAGAATCAGGCAAGATTTGTCAGCGCTGGGATCATCAGACACCACAC 

1501 + + + + + + 1560 

GA6TACCTAGTATGTCTTAGTCCGTTCTAAACAGTCGCGACCCTAGTAGTCTGTGGTGTG 

492 LMDHTESGKICQRW DHQTPH 511 

CGGCACAAATTCTTGCCTGAAAGATATCCCGACAAGGGCTTTGATGATAATTATTGCCGC 

1561 + + + + + + 1620 

GCCGTGTTTAAGAACGGACTTTCTATAGGGCTGTTCCCGAAACTACTATTAATAACGGCG 

512RHKFLPERYPDKGFDDNYCR 531 

AATCCCGATGGCCAGCCGAGGCCATGGTGCTATACTCTTGACCCTCACACCCGCTGGGAG 

1621 + + + -+ + + 1680 

TTAGGGCTACCGGTCGGCTCCGGTACCACGATATGAGAACTGGGAGTGTGGGCGACCCTC 

532 NPDGQPRPWCYTLDPHTRWE 551 

TACTGTGCAATTAAAACATGCGCTGACAAAGCTGACGACGACGACAAACACCACCACCAC 

1681 + + + + + + 1740 

ATGACACGTTAATTTTGTACGCGACTGTTTCGACTGCTGCTGCTGTTTGTGGTGGTGGTG 

552 YCAIKTCADKADDDDKHHHH 571 

CACCACCACTAGGGTCGAC 

1741 + 1759 

GTGGTGGTGATCCCAGCTG 

572 H H H * 574 
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